Key indicators: single-crystal X-ray study; T = 294 K; mean (C-C) = 0.004 Å; R factor = 0.035; wR factor = 0.092; data-to-parameter ratio = 6.8.
The title compound, C 9 H 9 N 3 O 6 , was synthesized by the condensation of methyl 3,5-dinitrobenzoate and 2-aminoethanol. The non-centrosymmetric space group results in the formation of pseudo-chiral helices in the crystal structure, which exhibits a layer packing structure involving intramolecular N-HÁ Á ÁO and O-HÁ Á ÁO interactions.
Related literature
For related literature, see: Lin & Smith (1981) ; Morehouse & McGuire (1959) ; Percec (1981 Percec ( , 1982 ; Walde (1962) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). the synthesis of copolymers (Percec, 1982; Percec, 1981) . In this paper, we report the crystal structure of the title compound, N-(2-hydroxyethyl)-3,5-dinitrobenzamide (Fig. 1 ).
The title compound was crystallized in the non-centrosymmetric space group P212121 in spite of having no asymmetric carbon atom in the molecule. In the packing structure, an intermolecular O-H···O hydrogen bond leads to form pseudochiral helix about the 21 screw axis, propagating in the [100] direction. Non-centrosymmetric space group P212121 results in the formation of pseudo-chiral helix in the packing structure (Fig. 2) . The crystal structure exhibits a layer packing structure with the intramolecular N-H···O and O-H···O hydrogen bonds ( Fig. 2 and Table 1 ; symmetry code as in Fig. 2 ). On the other hand, adjacent molecules are linked into chains through van der Waals force to stabilize the crystal structure.
A mixture of methyl 3,5-dinitrobenzoate (5.65 g, 0.025 mol) and 50% aqueous 2-aminoethanol (30.5 g, 0.5 mol) was stirred for 10 h at room temperture. Then 30 ml water was added and the crystalline product was collected. Recrystallization of the crude product from ethanol gave N-(2-hydroxyethyl)-3,5-dinitrobenzamide (m.p. 416-417 K) (Lin & Smith, 1981) . Single crystals of the title compound were obtained and used for X-ray diffraction studies at room temperature.
Refinement
All H atoms were placed in idealized positions {C-H = 0.93 Å% (aromatic); C-H = 0.97 Å% (methylene); N-H = 0.86 Å%; O-H = 0.82 Å%} and refined as riding, with U iso (H) = 1.2U eq (C, N) or 1.5U eq (O). Friedel pairs were merged at final refinement. 
Data collection
Enraf-Nonius CAD-4 diffractometer R int = 0.015
Radiation source: fine-focus sealed tube θ max = 25.0º
Monochromator: graphite θ min = 2.2º 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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